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Scientific). The denatured 42-30G-63 was allowed to bind to the column for >1 hours and washed three times with denaturing wash buffer (denaturing buffer with 20 mM imidazole). 42-30G-63 refolding was accomplished by diluting the column 50 times with refolding buffer (50 mM phosphate buffer, 300 mM NaCl, 5% by volume glycerol, 4°C) and rocked at 4°C for >1hr.
Both mutants was washed extensively with wash buffer (50 mM phosphate buffer, 300 mM NaCl, 20 mM imadzole) and eluted in fractions with elution buffer (50 mM phosphate buffer, 300 mM NaCl, 300 mM imidazole). 
Quantitative analysis of the CD spectra
The secondary structure of the proteins is analyzed by fitting the CD spectra using Dichroweb with the CDSSTR analysis method. 1 
